The recently isolated primate papovavirus HD is shown to be indistinguishable from the stump-tailed macaque virus by immunofluorescent reactivity, by restriction endonuclease analysis, and by nucleic acid hybridization assay.
The recognized primate members of the papovavirus B genus (Polyomavirus) of the papovaviruses are simian virus 40 (SV40), simian agent 12 (SA12), stump-tailed macaque virus (STMV), human papovavirus BK (BK), and human papovavirus JC (JC). SV40 infects wild populations of several species of Asian macaques and was first discovered as an inapparent infectious agent of rhesus monkeys (16) . Although SA12 was initially isolated from a vervet monkey kidney culture (6) , serological evidence indicates that its natural host is the chacma baboon (17) . Infection of stump-tailed macaques with STMV appears to be ubiquitous, and transmission of the virus seems to occur as a congenital infection (8, 14) . Infection with the two known human papovaviruses appears to be limited to humans. In 1977 Waldeck and Sauer reported the isolation of a new primate papovavirus (HD virus) from Vero-76 cells, a continuous line derived from African green monkey kidney cells (18) . Under stringent nucleic acid hybridization conditions they established that the HD viral genome shared no detectable homology with the genomes of SV40, BK, or the murine papovavirus polyoma. In this communication we report that HD and STMV are indistinguishable by immunofluorescent reactivity, by restriction endonuclease analysis, and by DNA-DNA hybridization assays. To eliminate the possibility of cross contamination, HD and STMV were each propagated and the respective DNAs were purified in separate laboratories. HD virus was purified from Vero-76 cells as previously described (18) , and STMV was purified from infected primary rhesus kidney cell cultures (9) .
The HD-infected Vero-76 cells were reacted in immunofluorescence tests with monospecific rabbit antisera to SV40, BK, JC, SA12, and STMV. Only the STMV antiserum was reactive, staining about 0.03% of the Vero cells, and the fluorescence was nuclear with sparing of nucleoli. The same small proportion of cells exhibited nuclear fluorescence when tested with a broadly cross-reactive serum, prepared against disrupted SV40 capsids, which contains antibodies to the antigenic determinant(s) common to all viruses of the polyomavirus subgroup (13) . These data indicated that HD is an STMVrelated papovavirus and that the viral antigen is expressed by a very small proportion of the Vero-76 cells.
To further assess the relationship between HD virus and STMV we examined the restriction enzyme cleavage patterns of the viral DNAs. Bosslet and Sauer reported that two size classes of circular DNAs could be purified from infected Vero-76 cells (1) . The larger species of HD DNA, which is slightly smaller than the genome of SV40, is 6% larger than the smaller species of HD DNA. Digestion of HD DNA by endonuclease HaeII resulted in two size classes of full-length linear DNAs measuring 96 and 91% the size of full-length linear SV40 DNA (see Fig.  1A ), indicating that each of the species of HD DNA contains one HaeII site. This enzyme also cleaves both STMV and SV40 DNAs once (Newell and Kelly, unpublished data; 12). The HaeII-cleaved linear STMV DNA comigrated with the: unit-length linear molecules of the smaller species of HD DNA (Fig. 1A ). HD and STMV DNAs were then digested with either HpaI or a mixture of HpaI and HpaII, and the resulting fragments were evaluated by electrophoresis in a 4% acrylamide gel (Fig. 1B) . The restriction patterns for the two viral genomes were identical except that, in both digestions of HD DNA, an extra 1.7 x 105-dalton fragment was present. Since the size of this extra fragment 2 3 4 in the HD DNA digestions was exactly equal to the difference in mass between the two HD DNA species, it seems that the larger species contains a 1.7 x 105-dalton insertion bounded by I: *A HpaI sites. These data are consistent with the finding of Bosselet and Sauer of a 6% DNA insertion bounded by HindIlI sites in the larger species of HD DNA (1). One interpretation of these results is that the larger species of HD DNA contains an insertion of a tandem repeat of a portion of the viral genome. Cleavage of thẽ W~W-C larger species of HD DNA with a restriction enzyme recognizing a sequence present in this insertion would therefore result in the generation of an extra 1. )ns of DNA-DNA hy-over 97% of the counts binding to the homoloh of the radiolabeled gous filter bound to the heterologous filter, ineffective in forming dicating that, under these stringent conditions, HD or STMV DNA the HD and STMV DNAs are indistinguishable. i the filters (Fig. 2) . Under similar stringent conditions neither of amount of radiolabel these DNA probes formed detectable hybrids lose filter strips was with SV40 DNA or BK DNA restriction fragie viral DNA probes, ments.
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